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The BioWchnology Systems Branch of the Scientinc aiid Technical Infirrtij^ion 
Center (STIG) detected errors when processing the following computer r^able 



rforiitt:^ 




Source: 



THE ATTACHED PWNtOUT EXPLAINS DETEGTEp Eim^ 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) m^^^^ 

APPLICANT, WITH A NOTICE TO COMPLY or, 

ir^p^fiONE^ 

-Fifc^tel(lMlSSION:(# 



FOR SEQUENCE RULESINTEW^ilETATION, PLEASE CONTACT ROBERT WAX; 703-308^4216. 




The Checker Version 3 O application is a state-of the-art Windpvvs'based software prb^ram 
-erttpioying-a-ipgicahand^mt^^ 
.compliaiice with format and cort^ 

generated for the original version of 37 CFR §§1.821 - 1.825 effective October,! /1 9.90 (old 
rules) and the.revised version (new rules). effective July 1 , 1998 as well as World Intellectyal 
Property Orgahization (WIPO) Standard ST.25. 

Checker Versibn 3.0 replaces the previous DOS-based version of Checker, and is Y2K- 
compjiant. Checker allows public usei^s to check s"equence listings in Computer Readable form 
(CRF) before submitting them to the United States Patent and Trademark Office (USPTO). 
Use of Checker prior to filing the sequence listing is expected to result in fewer errored sequence 
listings, thus saving time and money. 

Checker Version 3.0 can b^- down loaded from the USPTO website at the following address: 

http://vvww.uspto.gov/vveb/officcs/pac/checker' 



Raw Sequence LisClne Error Summiry 



ERROR DETECTED >cifr.nF/rrED CORRECTION SERIAL NUMDER:_M^?^^ ^ 6^ ' 

ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH -ALPHA'* HEADERS. WHiai WERE INSERTED DY PTC 

1 Wrapped Nucleics The numbcrAexl .t Ihe end of e*ch line "wripped" down lo the next line. Jh\s iniy occur if your file 

^Wrapped Aminos wis retrieved in a word pr occuor aOer creating it Please adjust your right margin to .3; this w.II 

prevent "Vrapping," - - . 

. 2 ' Invalid Unc Length The rules require thit • line not eiceed 72 chancten in length, this includes white spaces. 



_Misaligned Amino 
Numbering 



4 Non-ASCII 

5 ^Variable Length- 



Patcnlln 2.0 
n>ug" 



The numbering under eich 5* ammo acid is misaligned. Do not use Ub codes between numbers; 
use space chanictcrs, instead 

rtic submitted file wu not saved in ASCII(DOS) text, as required by the Sequence Rules. Please 
ensure your subsequent sub nUss Ion b saved In ASCII lex(. 

\\ ., \ ' 

Sequcnce<i) conUin n's or Xaa*i representing more thah one residue. Per Sequence Rules, 

each n or Xaa can only represent a single residue. Please present the maximum number of each 
residue having variable length and indicate in the <220>-<223> section that some may be missing. 

A "bug** in Patcnlln version 2.0 hii CfUJcd ftfc <220>i<223>»ection to be missing from amino acid 

scquencei(s) . Normally, Palentin would'autonulifaIfy,g«tiCTsle this section from the 

previously coded nucleic acid sequence. Please nunually copy th« relevant <220>-<223> section to 
the subsequent amino acid sequence. This applies lo the mandatory <220>-<223> sections for 
ArtiricUl or Unknown sequences. 

Skipped Sequences Sequence<s) missing. If intentional, please insert the foUoMring lines for each skipped sequence: 

"(OLD RULES) (2) INFORMATION FOR SEQ ID NO:X: (insert SEQ ID NO where -X" U shown) 

(i) SEQUENCE CHARACTERISTICS: (Do npt insert any subheadings under this hcadmg) 

(xi) SEQUENCE DESCRIfTIONiSEQ ID NO;X: (insert SEQ ID.NO where "X" is shown) 
This sequence is intentionally skipped 

Please aUo adjust the "(ii)NUMDER OF SEQUENCES:" response to Include the skipped sequences. 

.^Skipped Sequences' Sequcncc(s) missing. If intentional, please insert the following lines for each skipped scquenc< 

(NEW RULES) - ... 



Use of n's or Xaa's 

'(NEV^RULES) 




10 Invalid <2 13> 
Response • 

M Use of<220> 



12 Palentln2.0 

"bug" 



<2io> fe<l"ence id number 
<400> sequence id number 
000 

Use of n's and/or Xaa'i have been detected in the Sequence Listing. 

Per 1.823 of Sequence Rules, use of <220>.<223> is MANDATORY if n's or Xaa 's are prescni. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 

Per 1.823 of Sequence Rules, the only valid <2I3> responses are: Unknown, Artificial Sequence, or 
scientific'name (Genus/ipocies). <220>-<223> section is required when <2 13> response is Unknown < 
is Artificial Sequence 

Sequcnce($) missing the <220> "Feature** and associated numeric identifiers and responses. 

Use of <220> to <223> is MANDATORY if <2I3> '^Organism" response is "Artificial Sequence" or 

"Unicnown " Please explain source of genetic material in <220> to <223> sectioa 

(See "Federal Regrslcr." 06/01/1998. Vol. 63. No. 104. pp. 29631-32) (Sec. 1.823 of Sequence Rules) 

Please do not use "Copy to Disk" function of Patentin version 2.0. This causes a coaupted file, 
resulting in missing nundalory numeric identifiers and responses (as indicated on raw sequence 
listing). Instead, please use "File Manager" or any other manual means lo copy file to floppy disk. 



13 



• Misuse of n 



" h tan only be used lo represent a single nucleotide in a nucleic acid sequence. N is not used to represer 
any value not specifically a nucleotide. 
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RAW SEQUENCE LISTING DATE: 10/21/2001 

PATENT APPLICATION: US/09/629,596 TIME: 13:52:06 

Input Set : A:\UGR-100X-seq.txt 

Output Set: N:\CRF3\10192001\I629596 , raw 

3 <110> APPLICANT: Adang, Michael 

4 Kasmari/ Laura 

6 <120> TITLE OF INVENTION: Phage Display of a Biologically Active Bacillus 
thurinigensis Toxin 

8 <130> FILE REFERENCE: UGR-IOOX 

10 <140> CURRENT APPLICATION NUMBER: 09/629,596 

11 <141> CURRENT FILING DATE: 2000-07-31 

13 <150> PRIOR APPLICATION NUMBER: US 60/146,646 

14 <151> PRIOR FILING DATE: 1999-07-30 



16 <160> NUMBER OF SEQ ID NOS : 6 

18 <170> SOFTWARE: Patentin version 

20 <210> SEQ ID NO: 1 

21 <211> LENGTH: 50 

22 <212> TYPE: DNA 

23 <213> ORGANIS>rr" synthetic 'prim^ 
25 <400> SEQUENck-:--l_ 



3.0 



Does Not Comply 
Corrected Diskette Needed 



26 gtgagtgagt ggccgacggg gccgctggaa tggacaacaa tcccaacatc n 50 q ^^t/cJi 

29 <210> SEQ ID NO: 2 (XAamu^ " trT HIm. <^ ^"^^^ ^f^cA^V^^^ 



4, t^^^M r^r--^ 



30 <211> LENGTH: 54 

31 <212> TYPE: DNA _ _ — /./i J * U/ ^ . ^ ^ 

32 <213> ORGANISM :x^gyjrS;^^ * Xv^vM W r^f^-^ 

34 <400> SEQUENCE :\2 

35 tgagtgagtc ggccccB^ ag g ctrtrEgcagc tccctcgagc gttgcagtaa cggg 54 

38 <210> SEQ ID NO: 3 

39 <211> LENGTH: 20 

40 <212> TYPE: DNA ^ — ^ 

41 <213> 0RGANISM<""synthe1jd:c^ primei^ (Offo^^^ 
4 3 <400> SEQUENCeS^.3 

44 gagcctcgaa aggtaccgtc 20 

47 <210> SEQ ID NO: 4 

48 <211> LENGTH: 20 

49 <212> TYPE: DNA — 

50 <213> ORGANISM-^synthetic primeFr 

52 <400> SEQUENCBv;4^ 

53 gacggtacct ttcgaggctc 20 

56 <210> SEQ ID NO: 5 

57 <211> LENGTH: 90 

58 <212> TYPE: DN^ — — J ^--^^ 

59 <213> ORGANISM: synthetic primei 

61 <400> SEQUENCE>-^§^ 

62 ctcgctcgcc catatgcggc cgcaggtctc ctcctcttag cagcacaacc agcaatggcc 60 
64 atggataaca atccgaacat caatgaatgc 90 

67 <210> SEQ ID NO: 6 

68 <211> LENGTH: 50 

69 <212> TYPE: DNA 

70 <213> ORGANISM^ synthetic primer 

72 <400> SEQUENCEV^ 

73 atccgataaa tagctagcta aattggacac ttgatcaata tgataatccg 50 
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VERIFICATION SUMMARY DATE: 10/21/2001 

PATENT APPLICATION: US/09/629,596 TIME: 13:52:07 

Input Set : A:\UGR-100X-seq.txt 

Output Set: N:\CRF3\10192001\I629596,raw 



file://C:\Crf3\Outhold\VsrI629596.htm 
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